Using product kernels to predict protein interactions.
There is a wide variety of experimental methods for the identification of protein interactions. This variety has in turn spurred the development of numerous different computational approaches for modeling and predicting protein interactions. These methods range from detailed structure-based methods capable of operating on only a single pair of proteins at a time to approximate statistical methods capable of making predictions on multiple proteomes simultaneously. In this chapter, we provide a brief discussion of the relative merits of different experimental and computational methods available for identifying protein interactions. Then we focus on the application of our particular (computational) method using Support Vector Machine product kernels. We describe our method in detail and discuss the application of the method for predicting protein-protein interactions, beta-strand interactions, and protein-chemical interactions.